Lipid Biomarkers and Carbon Isotope Signatures of a Microbial (Beggiatoa) Mat Associated with Gas Hydrates in the Gulf of Mexico by Zhang, Chuanlun et al.
APPLIED AND ENVIRONMENTAL MICROBIOLOGY, Apr. 2005, p. 2106–2112 Vol. 71, No. 4
0099-2240/05/$08.000 doi:10.1128/AEM.71.4.2106–2112.2005
Copyright © 2005, American Society for Microbiology. All Rights Reserved.
Lipid Biomarkers and Carbon Isotope Signatures of a Microbial
(Beggiatoa) Mat Associated with Gas Hydrates in the
Gulf of Mexico
Chuanlun L. Zhang,1* Zhiyong Huang,1 James Cantu,2 Richard D. Pancost,3
Robin L. Brigmon,4 Timothy W. Lyons,5 and Roger Sassen6
Department of Marine Sciences and Savannah River Ecology Laboratory, University of Georgia,1 and Savannah River
Technology Center,4 Aiken, South Carolina; Center for Biomarker Analysis, The University of Tennessee, Knoxville,
Tennessee2; Organic Geochemistry Unit, Bristol Biogeochemistry Research Centre, School of Chemistry,
University of Bristol, Bristol, United Kingdom3; Department of Geological Sciences, University of
Missouri, Columbia, Missouri5; and Geochemical and Environmental Research Group,
Texas A&M University, College Station, Texas6
Received 10 May 2004/Accepted 29 October 2004
White and orange mats are ubiquitous on surface sediments associated with gas hydrates and cold seeps in
the Gulf of Mexico. The goal of this study was to determine the predominant pathways for carbon cycling within
an orange mat in Green Canyon (GC) block GC 234 in the Gulf of Mexico. Our approach incorporated
laser-scanning confocal microscopy, lipid biomarkers, stable carbon isotopes, and 16S rRNA gene sequencing.
Confocal microscopy showed the predominance of filamentous microorganisms (4 to 5 m in diameter) in the
mat sample, which are characteristic of Beggiatoa. The phospholipid fatty acids extracted from the mat sample
were dominated by 16:17c/t (67%), 18:17c (17%), and 16:0 (8%), which are consistent with lipid profiles of
known sulfur-oxidizing bacteria, including Beggiatoa. These results are supported by the 16S rRNA gene
analysis of the mat material, which yielded sequences that are all related to the vacuolated sulfur-oxidizing
bacteria, including Beggiatoa, Thioploca, and Thiomargarita. The 13C value of total biomass was 28.6‰;
those of individual fatty acids were 29.4 to 33.7‰. These values suggested heterotrophic growth of
Beggiatoa on organic substrates that may have 13C values characteristic of crude oil or on their by-products
from microbial degradation. This study demonstrated that integrating lipid biomarkers, stable isotopes, and
molecular DNA could enhance our understanding of the metabolic functions of Beggiatoa mats in sulfide-rich
marine sediments associated with gas hydrates in the Gulf of Mexico and other locations.
Microbial mats dominated by sulfur-oxidizing Beggiatoa and
Thioploca spp. are widespread in estuarine, continental shelf,
deep-sea hydrothermal vent, and cold-seep environments,
where reduced sulfur species are abundant. Examples include
the Bay of Concepcio´n in Chile (10, 11, 22, 46, 56, 58), the
Monterey Canyon of California (3, 34), the Guaymas Basin
(18, 19, 20, 42), Tokyo Bay (23, 55), and cold seeps in the North
Atlantic (47). Some of these organisms can reach biomass
densities of tens to hundreds of grams (wet weight) per square
meter in surface sediments (10, 56, 57).
Beggiatoa and Thioploca can grow autotrophically, hetero-
trophically, and facultatively or mixotrophically (13, 16, 24, 39,
41, 61). These organisms also deposit internal globules of ele-
mental sulfur formed by oxidation of reduced sulfur com-
pounds (16). Furthermore, some Beggiaota or Thioploca spe-
cies accumulate high concentrations of nitrate in their vacuoles
and can use the nitrate as an electron acceptor for oxidation of
reduced sulfur compounds under anaerobic conditions (3, 10,
34). Clearly, these organisms play important roles in the cy-
cling of carbon, sulfur, and nitrogen in the marine environ-
ments.
Beggiatoa mats occur widely in association with surface-
breaching gas hydrates and related chemosynthetic communi-
ties in the Gulf of Mexico (6, 26, 28, 29, 49, 50, 52). Despite the
ecological importance of Beggiatoa, the predominant pathways
for carbon cycling within the Beggiatoa mats are not well de-
fined. Here, we addressed this deficiency through an integrated
study employing laser-scanning confocal microscopy (LSCM),
lipid biomarkers, stable carbon isotopes, and 16S rRNA gene
sequencing. Our results are consistent with enzyme assays of
Beggiaota mats in the Gulf of Mexico, which demonstrate the
presence of heterotrophic metabolism and the lack of autotro-
phic metabolism (43, 45). Our study also provides a biogeo-
chemical perspective on ecological functions of Beggiaota mats
in sulfide-rich environments.
MATERIALS AND METHODS
Sample collection. During a 2002 cruise of the R/V Seaward Johnson II in the
Gulf of Mexico, massive bacterial mats (Beggiatoa) were observed covering the
sediment surface over a gas hydrate mound at Green Canyon (GC) leasing block
GC 234, which has a water depth of about 540 m (Fig. 1). A suction device
equipped on the Johnson Sea-Link submersible was used to collect orange mat
from the surface of the mound. Care was taken so that the device would collect
only the mat material, with little or no contamination from underlying sediment.
Upon return to the ship deck, the filamentous mat material was immediately
removed from the Plexiglas sample chamber and stored in a 20°C freezer for
approximately 4 days before being transferred to a 80°C freezer in our home
laboratory. One portion of the frozen mat was lyophilized (0.4 g [dry weight])
for lipid extraction and determination of carbon isotopes of bulk organic matter.
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Another portion (0.5 g [wet weight]) was kept at 80°C for molecular DNA
analysis.
LSCM. An LSCM system was used to observe the morphology and cell struc-
ture of Beggiatoa, using previously described methods (4). An aliquot (10 l) of
mat slurries made from the mat material and distilled water was pipetted onto
slides and dried for 10 min at 65°C. A 2% hydrolyzed gelatin solution in 10 l of
phosphate-buffered saline (pH 7) was then layered over the heat-fixed sample
and allowed to dry for 10 min at 65°C. The prepared sample was then stained
with 10 l of a 10-g/ml 4,6-diamino-2-phenylindole (DAPI) (Sigma) solution
for 10 min and rinsed with distilled water. The slides were mounted with a drop
of SlowFade (Molecular Probes Inc., Eugene, Oreg.) and examined with a 510
LSCM (Carl Zeiss, Inc., Thornwood, N.Y.). Methanotrophic bacteria were ob-
served through the application of specific fluorescent antibodies (5).
Lipid extraction. The lyophilized mat material was used for lipid extraction
according to the procedure of White et al. (68). This procedure employed a
single-phase organic solvent system comprised of chloroform, methanol, and
aqueous 50 mM phosphate buffer (pH 7.4) in a ratio of 1:2:0.8 (vol/vol/vol). After
overnight extraction, chloroform and nanopure water were added to the extract
in equal volumes, which resulted in a two-phase system. The lipids confined to
the lower phase were collected and fractionated on a silicic acid column into
neutral lipids, glycolipids, and polar lipids (12). The polar lipids were treated by
mild alkaline methanolysis to produce fatty acid methyl esters (FAMEs).
The FAMEs were identified by using an Agilent 6890 series gas chromato-
graph (GC) interfaced with an Agilent 5973 mass selective detector. The GC was
equipped with a 60-m nonpolar column (0.25-mm internal diameter, 0.25-m
film thickness). The injector temperature was maintained at 230°C, and the
detector temperature was 300°C. The column temperature was programmed at
60°C for 1 min, ramped at 20°C/min to 150°C, and held for 4 min. This was
followed by ramping at 7°C/min to 230°C and holding for 2 min and finally by
ramping at 10°C/min to 300°C and holding for 3 min.
Mass spectra were determined by electron impact at 70 eV. Methyl heneico-
sanoate was used as the internal standard. The FAMEs were expressed as
equivalent peaks against the internal standard. Double-bond positions of mono-
unsaturated FAMEs were determined by GC-mass spectrometry (GC-MS) anal-
ysis of the dimethyl disulfide adducts (44). cis and trans isomers of compounds
were identified based on known standards.
Stable carbon isotopes. Carbon isotope compositions of the FAMEs were
determined in duplicate as described by Zhang et al. (70), using an HP 6890 gas
chromatograph connected to a Finnigan MAT Delta Plus-XL mass spectrome-
ter. Each measurement was corrected for the methyl moiety (69, 70, 72). The
mean and standard deviation of the duplicate measurements were reported for
individual fatty acids.
Carbon isotope compositions of total biomass were determined with bulk
samples after acidification in 10% HCl. The 13C/12C ratio of the total biomass
was then determined on a Delta Plus isotope ratio mass spectrometer with a
precision of 0.2‰.
16S rRNA gene analysis. The frozen aliquot (0.5 g) of the mat material was
extracted for total DNA by using a commercial DNA extraction kit (MO Bio Lab
Inc., Solana Beach, Calif.). Eubacterium-specific primers sets 27F-1492R and
357F-517R (8) were used for the nested PCR amplification of the DNA sample.
The final PCR products (200 bp) were analyzed by denaturing gradient gel
electrophoresis (DGGE) (37). The identified DNA bands were excised and
extracted with a kit from Qiagen (Valencia, Calif.) and sequenced by using
BigDye version 3.1 chemistry (Applied Biosystems, Foster City, Calif.) and an
ABI 377 DNA sequencer. Sequences were aligned in ClustalX (version 1.8), and
phylogenetic reconstructions were performed in PHYLIP (version 3.6e).
FIG. 1. Location of the Green Canyon region in the Gulf of Mexico. The Beggiatoa mat for this study was collected at GC 234 during dive 4438
in 2002. This figure was modified from reference 53.
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RESULTS AND DISCUSSION
LSCM. Observation under LSCM demonstrated the pre-
dominance of filamentous microorganisms (Fig. 2). The fila-
ments were 4 to 5 m in width and were characterized by
bright central compartments (Fig. 2). The morphology of these
filaments was consistent with the description of vacuolated
Beggiatoa or Thioploca, which use the vacuoles for storage of
nitrate (31, 42).
Microbial mats collected during a previous study in the Gulf
of Mexico contained nonpigmented Beggiatoa filaments rang-
ing in diameter from 25 to 85 m and pigmented filaments
ranging from 20 to 65 m (45). Both types of filaments were
dominated by diameters of 25 to 45 m; however, filament
diameters of 25 m were more abundant in pigmented sam-
ples than in nonpigmented samples (45). The diameters of
Beggiatoa organisms described in this study may be at the lower
end of the range for pigmented filaments observed by Nikolaus
et al. (45).
The size of filaments may reflect changing environments
occupied by the sulfur-oxidizing bacteria. For example, Muss-
mann et al. (36) observed that narrow Beggiatoa species were
present in upper sediment layers, whereas wide Beggiatoa spe-
cies were predominant in deeper sediment layers. The larger
filaments with a larger associated volume of stored nitrate may
enable those species to stay longer in deeper anoxic sediments,
where the nitrate serves as an alternative electron acceptor for
anaerobic oxidation of sulfide (36). Jørgensen (21) also ob-
served that Beggiatoa spp. of small sizes (3 to 5 m) were
relatively more abundant at the surface than in deeper sedi-
ments.
PLFA. Phospholipid fatty acids (PLFA) in the mat sample
were dominated by 16:17c (53.6%), 16:17t (12.8%), 16:0
(8.3%), and 18:17c (16.6%) (Table 1). iso- and anteiso-fatty
acids (i.e., i15:0, a15:0, i17:0, and a17:0), which are character-
istic of sulfate-reducing bacteria (27, 63, 67, 69), were minor
components (less than 1% each) of the total PLFA (Table 1).
The fatty acid pattern reported here is consistent with fatty
acid profiles of Beggiatoa, Thioploca, and other sulfur-oxidizing
bacteria (14, 15, 17, 33). For example, McCaffrey et al. (33)
performed fatty acid analysis of two Thioploca species from the
Peru upwelling region. In these species, 16:17c accounted for
40.3 to 42.5%, 18:17c accounted for 36.0 to 37.8%, and 16:0
accounted for 17.3 to 18.0% (33). Jacq et al. (17) analyzed the
lipid profiles of a whitish mat from a subtidal hydrothermal
FIG. 2. DAPI-stained filaments characteristic of Beggiatoa-like microorganisms. The bright compartments are likely vacuoles, which may
contain nitrate for anaerobic oxidation of hydrogen sulfide.
2108 ZHANG ET AL. APPL. ENVIRON. MICROBIOL.
 o
n
 Septem
ber 11, 2018 by guest
http://aem
.asm
.org/
D
ow
nloaded from
 
vent in southern California, which contained “Thiothrix-like”
bacteria. Fatty acids of these bacteria were dominated by 16:0,
16:17c, 18:0, and 18:17c, which were similar to those deter-
mined for a Beggiatoa sample collected from a spring in New-
port, Fla. (17). Dominance of 16:17c and 18:17c has also
been observed in thiotrophic bacterial mats in the Barbados
Trench (14) and in the deep-sea hydrothermal vents on the
Mid-Atlantic Ridge (15). These results suggest that 16:17 and
18:17 can be used as signature biomarkers for sulfur-oxidiz-
ing bacteria in H2S-rich marine sediments.
Lipid biomarkers such as 16:16 and 16:18 are commonly
found in type I methanotrophs, whereas biomarkers such as
18:16 and 18:18 are commonly found in type II meth-
anotrophs (32, 66). None of these biomarkers were detected in
the mat sample (Table 1), suggesting an extremely low abun-
dance of methanotrophs in the mat community. This conclu-
sion is consistent with our microscopic observation of the
scarcity of methanotroph cells. Furthermore, archaeol, a di-
phytanyl glycerol diether that is common in archaea and in
sediments associated with anaerobic oxidation of methane, was
found in very low abundance (data not shown). This result is
consistent with the low abundance of PCR products of Cren-
archaeota (see “16S rRNA gene sequences” below).
Carbon isotopes. The total biomass of the Beggiatoa mat had
a 	13C value of 28.6‰, which was similar to the 	13C of
Beggiatoa mats (26.6 to 27.9‰) at other gas hydrate loca-
tions in the Gulf of Mexico (2, 26, 52). Isotopic compositions of
PLFA could be determined only for 16:0, 16:17c, 16:17t,
and 18:17c, which occurred at high enough concentrations for
measurements with the GC-isotope ratio MS (GC-IRMS). The
	13C values of these fatty acids were29.4‰ 0.3‰ for 16:0
(n
 2 for this and the following fatty acids),32.2‰ 0.6‰
for 16:17c, 36.7‰  0.0‰ for 16:17t, and 33.7‰ 
0.1‰ for 18:17c. Because part of the 16:17c peak coeluted
with that of 16:17t on GC-IRMS, measurements of their
isotopic compositions were likely compromised. A composite
	13C value was thus obtained by integrating the 	13C values of
these two isomers, using the weight percentage of mass 44 [V]
of each peak (72). The integrated 	13C value was 33.7‰ 
0.6‰ for 16:17c/t. The carbon isotope compositions of bio-
mass and lipid biomarkers in this study clearly indicated that
Beggiatoa did not use methane as the carbon substrate (the
	13C was 50‰ for the local methane source [54]).
There are several possible pathways for carbon metabolism
by Beggiatoa and similar species. One pathway may involve
direct oxidation of nonmethane hydrocarbons or use their or-
ganic by-products for heterotrophic growth (45). Beggiatoa spp.
have been shown to grow on volatile organic acids such as
acetate, lactate, or pyruvate (13, 16, 38, 41, 61). Direct oxida-
tion of hydrocarbons by Beggiatoa, however, has not been dem-
onstrated in culture studies. Another possible pathway is che-
moautotrophic growth of Beggiatoa by fixation of CO2 using
the Calvin cycle (39, 40). Beggiatoa can also grow facultatively
or mixotrophically by using inorganic and organic compounds
as the energy sources (13, 16, 42, 45, 60, 61).
In this study, estimates of isotopic fractionations between
biomass and CO2 suggested that it was unlikely that Beggiatoa
used the Calvin cycle for autotrophic growth. First, Aharon et
al. (1) determined 	13C values of 26.0 to 27.8‰ for dis-
solved inorganic carbon in the top sediment layer above hy-
drocarbon seeps in the Gulf of Mexico. Because a fractionation
of 10.7‰ exists between dissolved CO2 and dissolved in-
organic carbon (dominated by bicarbonate) at the in situ tem-
perature (10°C) (35), the actual isotope compositions of the
respired CO2 can be as low as 38.2‰. Second, if Beggiatoa
used this light CO2 for chemoautotrophic growth, the biomass
should have had a 	13C value close to or below 60‰, given
the typical fractionations of 20 to 26‰ between biomass and
CO2 for autotrophs using the Calvin cycle (30, 48, 51, 59). Our
measured 	13C value of biomass (28.6‰) was significantly
higher. On the other hand, our measured value was consistent
with heterotrophic growth on soluble organic substrates de-
rived from degradation of hydrocarbons that had isotopic com-
positions ranging from 27.0 to 34.0‰ (69, 71). The results
were also consistent with enzyme assays of the orange mat
TABLE 1. PLFA of the orange Beggiatoa mat at
GC 234 (dive 4438)
PLFA mol%
a12:0 ................................................................................................. 0.04
12:0 ................................................................................................... 0.44
i13:0 .................................................................................................. 0.11
a13:0 ................................................................................................. 0.05
i14:0 .................................................................................................. 0.12
14:1 ................................................................................................... 0.31
14:15c ............................................................................................. 0.08
14:0 ................................................................................................... 1.28
br14:1................................................................................................ 0.04
i15:0 .................................................................................................. 0.72
a15:0 ................................................................................................. 0.73
15:1 ................................................................................................... 0.07
15:0 ................................................................................................... 0.35
br15:0................................................................................................ 0.07
i16:0 .................................................................................................. 0.05
a16:0 ................................................................................................. 0.18
16:17c ............................................................................................. 53.61
16:17t ............................................................................................. 12.78
16:1 ................................................................................................... 0.96
16:0 ................................................................................................... 8.32
br16:0................................................................................................ 0.03
br16:1................................................................................................ 0.09
10Me16:0.......................................................................................... 0.21
11Me16:0.......................................................................................... 0.04
i17:0 .................................................................................................. 0.10
a17:0 ................................................................................................. 0.19
cy17:0................................................................................................ 0.19
17:0 ................................................................................................... 0.13
br17:1................................................................................................ 0.03
18:2 ................................................................................................... 0.18
18:26............................................................................................... 0.08
18:19c ............................................................................................. 0.34
18:17c ............................................................................................. 16.64
18:1 ................................................................................................... 0.12
18:0 ................................................................................................... 0.32
19:1 ................................................................................................... 0.03
cy19:0................................................................................................ 0.04
19:0 ................................................................................................... 0.04
2Me19:0............................................................................................ 0.09
20:46............................................................................................... 0.15
20:53............................................................................................... 0.32
20:19c ............................................................................................. 0.09
20:1 ................................................................................................... 0.05
20:0 ................................................................................................... 0.03
22:6 ................................................................................................... 0.13
Total ................................................................................................. 100.0
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from the Gulf of Mexico, which showed great heterotrophic
activity but very low RuBisCO (ribulose-1,5-bisphosphate car-
boxylase/oxygenase) activity (43, 45). Nelson and McHatton
(43) also concluded that Beggiatoa mats in the Gulf of Mexico
are typically less autotrophic and more heterotrophic than any
natural Beggiatoa mats previously studied.
Mixotrophic growth can incorporate some CO2 during bio-
synthesis (16). However, the insignificant RuBisCO activity
associated with the orange mat suggests that CO2 fixation
should be a minor pathway for cellular production by the
mixotrophic Beggiatoa.
16S rRNA gene sequences. 16S rRNA gene sequencing pro-
vided phylogenetic evidence supporting the predominance of
Beggiatoa-type species in the mat material. The PCR product
amplified from environmental nucleic acids showed a clear
band at 1.5 kb (Fig. 3A), which identified the bacterial DNA.
DGGE of the PCR product showed six discrete bands (Fig.
3B), which were determined to represent six different se-
quences (Fig. 3C).
All six identified sequences are within the family Beggiato-
aceae of the gamma-proteobacteria (25, 62, 64, 65). Further-
more, all sequences are comparable to those of species of
vacuolated Beggiatoa, Thioploca, or Thiomargarita. For exam-
ple, bands 3 and 4 had 98.7% similarity with an uncultured
Beggiatoa sp.; bands 1, 2, and 5 had 97.1 to 97.5% similarity
with Thioploca chileae; and band 6 had 99.9% similarity with
Thiomargarita namibiensis (Fig. 3C).
Previous studies of Beggiatoa in the Gulf of Mexico have
reported finding only the vacuolated species at a variety of
depths below the sediment-water interface (43, 45). Our find-
ings are consistent with those observations. The sizes of the
vacuoles we observed, however, were small. This may be be-
cause we focused on Beggiatoa mats living at the water-sedi-
ment interface, where oxygen may be the dominant electron
acceptor for oxidation of hydrogen sulfide. Consequently, the
bacteria may not need large vacuoles for storing nitrate.
While other bacterial species were not detected by using the
16S rRNA gene approach, the PCR product did indicate the
presence of Crenarchaeota (data not shown). However, the
DNA abundance was too low to allow further analysis of the
Crenarchaeota distribution in this mat sample.
Biogeochemical implications. Beggiatoa spp. play an impor-
tant role in the biogeochemistry of surface sediment by cou-
pling carbon cycling to oxidation of reduced sulfur. The bac-
teria also enhance anaerobic processes below the mat and/or
the surface sediments by consuming oxygen (7). Furthermore,
the biomass of Beggiatoa can add considerable amounts of
bioavailable organic carbon to the underlying sediment, which
can enhance microbial activities for nitrate reduction, iron
reduction, and/or sulfate reduction.
Understanding the lipid profiles of Beggiatoa spp. and their
isotopic signatures allows us to better evaluate their contribu-
tions in carbon cycling in marine sediments. For example, at
the gas hydrate site at GC 286 (Fig. 1), where Beggiatoa mats
are also abundant (R. Sassen, unpublished data), the 	13C
values of 16:1 and 18:1 phospholipid fatty acids ranged from
21.0 to 33.1‰, whereas in the same sample, the 	13C
values of iso- and anteiso-C15 and -C17 phospholipid fatty acids,
which are characteristic of sulfate-reducing bacteria, were sig-
nificantly lower (57.1 to 65.8‰) (69). These results, in
light of this study, indicate that Beggiatoa (with higher 	13C
values) may have contributed to the 16:1 and 18:1 lipid pool in
FIG. 3. PCR product (A), DGGE (B), and neighbor-joining tree (C) of a Beggiatoa mat at GC 234. The scale bar in panel C indicates 10
substitutions per 100 nucleotide positions. The sulfate-reducing bacterium Desulfovibrio desulfuricans was used as the root of the phylogenetic tree.
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the underlying sediments, whereas sulfate-reducing bacteria
that oxidize 13C-depleted methane contribute to the pool of
the branched fatty acids in the same sediment (69). Elvert et al.
(9) also reported that in the Beggiatoa-covered sediment core
associated with gas hydrate, 16:17c, 16:17t, and 18:17c in
the top 4 cm were significantly enriched in 13C (	13C 
 31 to
46‰) relative to biomarkers (i.e., iso- and anteiso-15:0 and
-17:0 and cy17:0) of the sulfate-reducing bacteria (	13C 
 58
to 101‰). Again, these results suggest that sediment bio-
mass may be contributed by Beggiatoa growing on nonmethane
substrate and by sulfate-reducing bacteria growing on meth-
ane-derived carbon. Because Beggiatoa normally live above the
sulfate-reducing zone, the biomarkers of Beggiatoa in deeper
sediments most likely represent deposition from top layers
where they live. Thus, examining the distribution of lipid bi-
omarkers and their isotopic compositions will allow us to bet-
ter understand the biological sources contributing to the car-
bon pool in marine sediments.
Summary. The species diversity and ecological functions of
Beggiatoa were studied in an orange mat in the Gulf of Mexico
where gas hydrates and cold seeps occur. The application of
laser-scanning confocal microscopy, lipid biomarkers, and 16S
rRNA gene sequencing allowed us to link morphology and
species identity to their phenotypic properties. Furthermore,
isotopic compositions of lipid biomarkers allowed us to eluci-
date the carbon-cycling pathways of Beggiatoa and the poten-
tial carbon substrates for their metabolism. Specifically,
confocal microscopy identified small vacuolated (5-m di-
ameter) Beggiatoa-type filaments. The dominant lipid biomar-
kers (16:17c/t and 18:17c) were characteristic of sulfide-
oxidizing bacteria, including Beggiatoa, which was supported by
16S rRNA gene sequencing. The isotopic compositions of total
biomass and lipid biomarkers further implied that Beggiatoa in
the mat grew heterotrophically using organic carbon princi-
pally derived from degradation of nonmethane hydrocarbons.
These results demonstrate that integration of microscopy, lipid
biomarker and stable isotope analysis, and molecular DNA
analysis is an effective approach for understanding the com-
munity structure and ecological functions of microorganisms in
natural environments.
ACKNOWLEDGMENTS
We are grateful to the crews of the R/V Seaward Johnson II and
Johnson Sea-Link submersible for their support during the 2002 cruise
for this project. We thank Christopher Romanek for helping with
isotope analysis of total biomass and Jihong Dai and Randy Culp for
helping with isotope analysis of lipid biomarkers. We appreciate the
valuable comments given by Andeas Teske, Christopher Bagwell, and
two anonymous reviewers.
This research was supported by grants from the National Science
Foundation Biocomplexity Program (to C.L.Z., T.W.L., and R.S.), the
Petroleum Research Fund (to C.L.Z.), and the National Science Foun-
dation NIT Program (to C.L.Z.). Partial support was also provided by
the Environmental Remediation Sciences Division of the Office of
Biological and Environmental Research, U.S. Department of Energy,
through Financial Assistant Award no. DE-FC09-96SR18546 to the
University of Georgia Research Foundation (to C.L.Z.).
REFERENCES
1. Aharon, P., E. R. Graber, and H. H. Roberts. 1992. Dissolved carbon and
	13C anomalies in the water column caused by hydrocarbon seeps on the
northwestern Gulf of Mexico slope. Geo-Mar. Lett. 12:33–40.
2. Aharon, P. 2000. Microbial processes and products fueled by hydrocarbons
at submarine seeps, p. 270–281. In R. E. Riding and S. M. Awramik (ed.),
Microbial sediments, Springer-Verlag, Berlin, Germany.
3. Ahmad, A., J. P. Barry, and D. C. Nelson. 1999. Phylogenetic affinity of a
wide, vacuolate, nitrate-accumulating Beggiatoa sp. from Monterey Canyon,
California, with Thioploca spp. Appl. Environ. Microbiol. 65:270–277.
4. Brigmon, R. L., and C. De Ridder. 1998. Symbiotic relationship of Thiothrix
spp. with echinoderms. Appl. Environ. Microbiol. 64:3491–3495.
5. Brigmon, R. L., M. M. Franck, J. S. Bray, D. F. Scott, K. D. Lanclos, and
C. B. Fliermans. 1998. Direct immunofluorescence and enzyme-linked im-
munosorbent assays for evaluating organic contaminant degrading bacteria.
J. Microbiol. Methods 32:1–10.
6. Brooks, J. M., M. C. Kennicutt, C. R. Fisher, S. A. Macko, K. Cole, J. J.
Childress, R. R. Bidigare, and R. D. Vetter. 1987. Deep-sea hydrocarbon
seep communities: evidence for energy and nutritional carbon sources. Sci-
ence 238:1138–1142.
7. Canfield, D. E., B. B. Jørgensen, H. Fossing, R. Glud, J. Gundersen, N. B.
Ramsing, B. Thamdrup, J. W. Hansen, L. P. Nielsen, and P. O. J. Hall. 1993.
Pathways of organic-carbon oxidation in 3 continental-margin sediments.
Mar. Geol. 113:27–40.
8. DeLong, E. F., G. S. Wickham, and N. R. Pace. 1989. Phylogenetic strains:
ribosomal RNA-based probes for the identification of single cells. Science
243:1360–1363.
9. Elvert, M., A. Boetius, K. Knittel, and B. B. Jørgensen. 2003. Characteriza-
tion of specific membrane fatty acids as chemotaxonomic markers for sul-
fate-reducing bacteria involved in anaerobic oxidation of methane. Geomi-
crobiol. J. 20:403–419.
10. Fossing, H., V. A. Gallardo, B. B. Jørgensen, M. Hu¨ttel, L. P. Nielsen, H.
Schulz, D. E. Canfield, S. Forster, R. N. Glud, J. K. Gundersen, J. Ku¨ver,
N. B. Ramsing, A. Teske, B. Thamdrup, and O. Ulloa. 1995. Concentration
and transport of nitrate by the mat-forming sulphur bacterium Thioploca.
Nature 374:713–715.
11. Gallardo, V. A. 1977. Large benthic microbial communities in sulfide biota
under Peru-Chile subsurface countercurrent. Nature 268:331–332.
12. Guckert, J. B., C. B. Antworth, P. D. Nichols, and D. C. White. 1985.
Phospholipid ester-linked fatty acid profiles as reproducible assays for
changes in prokaryotic community structure of estuarine sediments. FEMS
Microbiol. Ecol. 31:147–158.
13. Gu¨de, H., W. R. Strohl, and J. M. Larkin. 1981. Mixotrophic and hetero-
trophic growth of Beggiatoa alba in continuous culture. Arch. Microbiol.
129:357–360.
14. Guezennec, J., and A. Fiala-Medioni. 1996. Bacterial abundance and diver-
sity in the Barbados Trench determined by phospholipid analysis. FEMS
Microbiol. Ecol. 19:83–93.
15. Guezennec, J., O. Ortega-Morales, G. Raguenes, and G. Geesey. 1998. Bac-
terial colonization of artificial substrate in the vicinity of deep-sea hydro-
thermal vents. FEMS Microbiol. Ecol. 26:89–99.
16. Hagen, K. D., and D. C. Nelson. 1996. Organic carbon utilization by obli-
gately and facultatively autotrophic Beggiatoa strains in homogeneous and
gradient cultures. Appl. Environ. Microbiol. 62:947–953.
17. Jacq, E., D. Prieur, P. Nichols, D. C. White, T. Porter, and G. G. Geesey.
1989. Microscopic examination and fatty acid characterization of filamentous
bacteria colonizing substrate around subtidal hydrothermal vents. Arch. Mi-
crobiol. 152:64–71.
18. Jannasch, H. W., and C. O. Wirsen. 1981. Morphological survey of microbial
mats near deep-sea thermal vents. Appl. Environ. Microbiol. 41:528–538.
19. Jannasch, H. W., C. O. Wirsen, D. C. Nelson, and L. A. Robertson. 1985.
Thiomicrospira crunogena sp. nov., a colorless, sulfur-oxidizing bacterium
from a deep-sea hydrothermal vent. Int. J. Syst. Bacteriol. 35:422–424.
20. Jannasch, H. W., D. C. Nelson, and C. O. Wirsen. 1989. Massive natural
occurrence of unusually large bacteria (Beggiatoa sp.) at a hydrothermal
deep-sea vent site. Nature 342:834–836.
21. Jørgensen, B. B. 1977. Distribution of colorless sulfur bacteria (Beggiatoa
spp.) in a coastal marine sediment. Mar. Biol. 41:19–28.
22. Jørgensen, B. B., and V. A. Gallardo. 1999. Thioploca spp: filamentous sulfur
bacteria with nitrate vacuoles. FEMS Microbiol. Ecol. 28:301–313.
23. Kojima, H., and M. Fukui. 2003. Phylogenetic analysis of Beggiatoa spp. from
organic rich sediment of Tokyo Bay, Japan. Water Res. 37:3216–3223.
24. Kuenen, J. G., R. F. Beudeker, J. M. Shively, and G. A. Codd. 1982. Micro-
biology of Thiobacilli and other sulfur-oxidizing autotrophs, mixotrophs and
heterotrophs. Phil. Trans. R. Soc. London Ser. B 298:473–497.
25. Larkin, M. J., and W. R. Strohl. 1983. Beggiatoa, Thiothrix, and Thioploca.
Annu. Rev. Microbiol. 37:341–367.
26. Larkin, J., P. Aharon, and M. C. Henk. 1994. Beggiatoa in microbial mats at
hydrocarbon vents in the Gulf of Mexico and Warm Mineral Springs, Flor-
ida. Geo-Mar. Lett. 14:97–103.
27. Londry, K. L., L. L. Jahnke, and D. J. Des Marais. 2004. Stable carbon
isotope ratios of lipid biomarkers of sulfate-reducing bacteria. Appl. Envi-
ron. Microbiol. 70:745–751.
28. MacDonald, I. R., G. S. Boland, J. S. Baker, J. M. Brooks, M. C. Kennicutt,
I. I., and R. R. Bidigare. 1989. Gulf of Mexico hydrocarbon seep communi-
ties. II. Spatial distribution of seep organisms and hydrocarbons at Bush Hill.
Mar. Biol. 101:235–247.
VOL. 71, 2005 BEGGIATOA MATS IN GULF OF MEXICO 2111
 o
n
 Septem
ber 11, 2018 by guest
http://aem
.asm
.org/
D
ow
nloaded from
 
29. MacDonald, I. R., J. F. Reilly II, N. L. Guinasso, Jr., J. M. Brooks, R. S.
Carney, W. A. Bryant, and T. L. Bright. 1990. Chemosynthetic mussels at a
brine-filled pockmark in the northern Gulf of Mexico. Science 248:1096–
1099.
30. Madigan, M. T., R. Takigiku, R. G. Lee, H. Gest, and J. M. Hayes. 1989.
Carbon isotope fractionation by thermophilic phototrophic sulfur bacteria:
evidence for autotrophic growth in natural populations. Appl. Environ. Mi-
crobiol. 55:639–644.
31. Maier, S., and V. A. Gallardo. 1984. Thioploca araucae sp. nov. and Thio-
ploca chileae sp. nov. Int. J. Syst. Bacteriol. 34:414–418.
32. Makula, R. A. 1978. Phospholipid composition of methane-utilizing bacteria.
J. Bacteriol. 134:771–777.
33. McCaffrey, M. A., J. W. Farrington, and D. J. Repeta. 1989. Geochemical
implication of the lipid composition of Thioploca spp. from the Peru up-
welling region—15°S. Org. Geochem. 14:61–68.
34. McHatton, S. C., J. P. Barry, H. W. Jannasch, and D. C. Nelson. 1996. High
nitrate concentration in vacuolate, autotrophic marine Beggiatoa spp. Appl.
Environ. Microbiol. 62:954–958.
35. Mook, W. G., J. C. Brommerson, and W. H. Staverman. 1974. Carbon
isotope fractionation between dissolved bicarbonate and gaseous carbon
dioxide. Earth Planet. Sci. Lett. 22:169–176.
36. Mussmann, M., H. N. Schulz, B. Strotmann, T. Kjaer, L. P. Nielsen, R. A.
Rossello-Mora, R. I. Amann, and B. B. Jørgensen. 2003. Phylogeny and
distribution of nitrate-storing Beggiatoa spp. in coastal marine sediments.
Environ. Microbiol. 5:523–533.
37. Muyzer, G., E. D. De Waal, and A. G. Uitterlinden. 1993. Profiling of
complex microbial populations by denaturing gradient gel electrophoresis
analysis of polymerase chain reaction-amplified genes coding for 16S rRNA.
Appl. Environ. Microbiol. 59:695–700.
38. Nelson, D. C., and R. W. Castenholz. 1981. Organic nutrition of Beggiatoa sp.
J. Bacteriol. 147:236–247.
39. Nelson, D. C., and H. W. Jannasch. 1983. Chemoautotrophic growth of a
marine Beggiatoa in sulfide-gradient cultures. Arch. Microbiol. 136:262–269.
40. Nelson, D. C., B. B. Jorgensen, and N. P. Revsbech. 1986. Growth pattern
and yield of a chemoautotrophic Beggiatoa sp. in oxygen-sulfide microgradi-
ents. Appl. Environ. Microbiol. 52:225–233.
41. Nelson, D. C. 1989. Physiology and biochemistry of filamentous sulfur bac-
teria, p. 219–238. In H. G. Schlegel and B. Bowien (ed.), Autotrophic bac-
teria. Science Tech Publishers, Madison, Wisc.
42. Nelson, D. C., C. O. Wirsen, and H. W. Jannasch. 1989. Characterization of
large, autotrophic Beggiatoa spp. abundant at hydrothermal vents of the
Guaymas Basin. Appl. Environ. Microbiol. 55:2909–2917.
43. Nelson, D. C., and S. C. McHatton. 2002. Bacterial mats, p. 8–4–8–11. In
I. R. MacDonald, R. Arvidson, R. S. Carney, C. F. Fisher, et al. (ed.),
Stability and changes in Gulf of Mexico chemosynthetic communities: final
report (contract 14-35-001-31813). Minerals Management Service, U.S. De-
partment of Interior, New Orleans, La.
44. Nichols, P. D., J. B. Guckert, and D. C. White. 1986. Determination of
monounsaturated fatty acid double-bond position and geometry for micro-
bial monocultures and complex microbial consortia by capillary GC/MS of
their dimethyl disulfide adducts. J. Microbiol. Methods 5:49–55.
45. Nikolaus, R., J. W. Ammerman, and I. R. MacDonald. 2003. Distinct pig-
mentation and trophic modes in Beggiatoa from hydrocarbon seeps in the
Gulf of Mexico. Aquat. Microb. Ecol. 32:85–93.
46. Otte, S., J. G. Kuenen, L. P. Nielsen, H. W. Paerl, J. Zopfi, H. N. Schulz, A.
Teske, B. Strotmann, V. A. Gallardo, and B. B. Jorgensen. 1999. Nitrogen,
carbon, and sulfur metabolism in natural Thioploca samples. Appl. Environ.
Microbiol. 65:3148–3157.
47. Pimenov, N., A. S. Savvichev, I. I. Rusanov, A. Y. Lein, and M. V. Ivanov.
2000. Microbiological processes of the carbon and sulfur cycles at cold
methane seeps of the North Atlantic. Microbiology 69:709–720.
48. Preuss, A., R. Schauder, and G. Fuchs. 1989. Carbon isotope fractionation
by autotrophic bacteria with three different CO2 fixation pathways. J. Biosci.
44C:397–402.
49. Roberts, H. H., R. Sassen, R. S. Carney, and P. Aharon. 1989. 13C depleted
authigenic carbonate buildups from hydrocarbon seeps, Louisiana continen-
tal slope. Gulf Coast Assoc. Geol. Soc. 39:523–530.
50. Roberts, H. H., P. Aharon, R. Carney, J. Larkin, and R. Sassen. 1990.
Seafloor responses to hydrocarbon seeps, Louisiana continental slope. Geo-
Mar. Lett. 10:232–243.
51. Ruby, E. G., H. W. Jannasch, and W. G. Deuser. 1987. Fractionation of
stable carbon isotopes during chemoautotrophic growth of sulfur-oxidizing
bacteria. Appl. Environ. Microbiol. 53:1940–1943.
52. Sassen, R., J. M. Brooks, I. R. MacDonald, M. C. Kennicutt II, J. N. L.
Guinasso, and A. G. Requejo. 1993. Association of oil seeps and chemosyn-
thetic communities with oil discoveries, upper continental slope, Gulf of
Mexico. Trans. Gulf Coast Assoc. Geol. Soc. 43:349–355.
53. Sassen, R., S. L. Losh, L. Cathles III, H. H. Roberts, J. K. Whelan, A. V.
Milkov, S. T. Sweet, and D. A. DeFreitas. 2001. Massive fein-filling gas
hydrate: relation to ongoing gas migration from the deep subsurface of the
Gulf of Mexico. Mar. Petrol. Geol. 18:551–560.
54. Sassen, R., H. H. Roberts, A. V. Milkov, R. Carney, D. A. DeFreitas, B.
Lanoil, and C. L. Zhang. 2004. Free hydrocarbon gas, gas hydrate, and
authigenic carbonates in chemosynthetic communities of the northern Gulf
of Mexico continental slope: relation to microbial processes. Chem. Geol.
205:195–217.
55. Sayama, M. 2001. Presence of nitrate-accumulating sulfur bacteria and their
influence on nitrogen cycling in a shallow coastal marine sediment. Appl.
Environ. Microbiol. 67:3481–3487.
56. Schulz, H. N., B. B. Jorgensen, H. A. Fossing, and N. B. Ramsing. 1996.
Community structure of filamentous, sheath-building sulfur bacteria, Thio-
ploca spp., off the coast of Chile. Appl. Environ. Microbiol. 62:1855–1862.
57. Schulz, H. N., T. Brinkhoff, T. G. Ferdelman, M. H. Marine, A. Teske, and
B. B. Jorgensen. 1999. Dense populations of a giant sulfur bacterium in
Namibian shelf sediments. Science 284:493–495.
58. Schulz, H. N., B. Strotmann, V. A. Gallardo, and B. B. Jorgensen. 2000.
Population study of the filamentous sulfur bacteria Thioploca spp. off the Bay
of Concepcion, Chile. Mar. Ecol. Prog. Ser. 200:117–126.
59. Sirevåg, R., B. B. Buchanan, J. A. Berry, and J. H. Troughton. 1977. Mech-
anism of CO2 fixation in bacterial photosynthesis studied by the carbon
isotope fractionation technique. Arch. Microbiol. 112:35–38.
60. Strohl, W. R., and J. M. Larkin. 1978. Enumeration, isolation, and charac-
terization of Beggiatoa from freshwater sediments. Appl. Environ. Microbiol.
36:755–770.
61. Strohl, W. R., G. C. Cannon, J. M. Shively, H. Gu¨de, L. A. Hook, and D. J.
Lane. 1981. Heterotrophic carbon metabolism by Beggiatoa alba. J. Bacteriol.
148:572–583.
62. Strohl, W. R. 1989. Order III. Beggiatoales, p. 2089–2105. In R. G. E.
Murray, D. J. Brenner, M. P. Bryant, J. G. Holt, N. R. Krieg, J. W. Moulder,
N. Pfennig, P. H. A. Sneath, J. T. Stanley, and S. Williams (ed.), Bergey’s
manual of systematic bacteriology. Williams and Wilkins, Baltimore, Md.
63. Taylor, J., and R. J. Parkes. 1983. The cellular fatty acids of the sulphate-
reducing bacteria, Desulfobacter sp., Desulfobulbus sp., and Desulfovibrio
desulfuricans. J. Gen. Microbiol. 129:3303–3309.
64. Teske, A., N. B. Ramsing, J. Ku¨ver, and H. Fossing. 1995. Phylogeny of
Thioploca and related filamentous sulfide-oxidizing bacteria. Syst. Appl. Mi-
crobiol. 18:517–526.
65. Teske, A., M. L. Sogin, L. P. Nielsen, and H. W. Jannasch. 1999. Phyloge-
netic relationships of a large marine Beggiatoa. Syst. Appl. Microbiol. 22:39–
44.
66. Urakami, T., and K. Komagata. 1984. Protomonas, a new genus of faculta-
tively methylotrophic bacteria. Int. J. Syst. Bacteriol. 34:188–201.
67. Vainshtein, M., H. Hippe, and R. M. Kroppenstedt. 1992. Cellular fatty acid
composition of Desulfovibrio species and its use in classification of sulfate-
reducing bacteria. Syst. Appl. Microbiol. 15:554–566.
68. White, D. C., W. M. Davis, J. S. Nickels, J. D. King, and R. J. Bobbie. 1979.
Determination of the sedimentary microbial biomass by extractible lipid
phosphate. Oceologia 40:51–62.
69. Zhang, C. L., Y. Li, J. D. Wall, L. Larsen, R. Sassen, Y. Huang, Y. Wang, A.,
White D. C. Peacock, J. Horita, and D. R. Cole. 2002. Lipid and carbon
isotopic evidence of methane-oxidizing and sulfate-reducing bacteria in as-
sociation with gas hydrates from the Gulf of Mexico. Geology 30:239–242.
70. Zhang, C. L., Y. Li, Q. Ye, J. Fong, A. D. Peacock, E. Blunt, J. Fang, D. R.
Lovley, and D. C. White. 2003. Carbon isotope signatures of fatty acids in
Geobacter metallireducens and Shewanella algae. Chem. Geol. 195:17–28.
71. Zhang, C. L., R. D. Pancost, Y. Qian, R. Sassen, and S. A. Macko. 2003.
Archaeal lipid biomarkers and isotopic evidence of anaerobic methane ox-
idation associated with gas hydrates in the Gulf of Mexico. Org. Geochem.
34:827–834.
72. Zhang, C. L., B. W. Fouke, G. Bonheyo, A. Peacock, D. C. White, Y. Huang,
and C. S. Romanek. 2004. Lipid biomarkers and carbon-isotopes of modern
travertine deposits (Yellowstone National Park, USA): implications for bio-
geochemical dynamics in hot-spring systems. Geochim. Cosmochim. Acta
68:3157–3169.
2112 ZHANG ET AL. APPL. ENVIRON. MICROBIOL.
 o
n
 Septem
ber 11, 2018 by guest
http://aem
.asm
.org/
D
ow
nloaded from
 
